Xanthomonas translucens pv. translucens causes bacterial leaf streak and bacterial blight diseases of barley. This pathogen limits barley production globally but remains understudied, with limited genomic resources. To better understand the biology of this X. translucens subgroup, we sequenced the complete genome of the X. translucens pv. translucens strain UPB886. 26116, a Fulbright Scholar Award to Belgium, to J. M. Jacobs.
Genome Announcement
The plant-pathogenic bacterial species Xanthomonas translucens cause diseases of cereals, grasses, and even some dicots (Facelli et al. 2009; Jones et al. 1916) . The pathovar translucens within X. translucens is most often associated with barley infection. X. translucens pv. translucens is not a wheat pathogen but has been previously isolated from wheat leaves (Bragard et al. 1997; Curland et al. 2018 ). X. translucens pv. translucens has been reported on all continents and is genetically diverse, comprising three subgroups (A, B, and C) based on phylogeny of concatenated housekeeping genes (Curland et al. 2018) . Here, we describe the complete genome sequence of the X. translucens pv. translucens group C strain UPB886 for a better comparative understanding of X. translucens host adaptation and biology.
X. translucens pv. translucens UPB886 was isolated from barley in Iran in 1990 (Alizadeh et al. 1995) . We validated that strain UPB886 has pathogenic virulence on barley but not on spring wheat (pathogenicity test not shown). DNA was extracted by a standard phenol/ chloroform method (Booher et al. 2015) . Strain UPB886 genomic DNA was sequenced using long-read, single-molecule real-time sequencing and assembled using HGAP v4 (PacBio, Menlo Park, CA, U.S.A.). Functional annotation of the two assembled contigs was done using Prokka v1.13.3, and secreted proteins were predicted based on SignalP algorithm as part of Prokka analysis (Petersen et al. 2011; Seemann 2014) . Whole-genome comparison based on average nucleotide identity confirmed that this strain belonged to the X. translucens pv. translucens subgroup C and had a high degree of synteny with other X. translucens genomes (Table 1) (data not shown) (Curland et al. 2018; Rodriguez-R and Konstantinidis 2016) . The X. translucens pv. translucens UPB886 genome encoded typical virulence factors found in Xanthomonas spp. The genome has 15 genes encoding extracellular plant cell-walldegrading enzymes, 7 genes involving in copper resistance cluster, and 21 genes related to the type II secretion system. Type III secretion is critical for X. translucens pv. translucens pathogenesis (Pesce et al. 2017) , and the strain UPB886 genome encoded 41 conserved type III-secreted proteins including transcriptional activator-like effectors (TALEs). The strain UPB886 genome had five TALEs (Table 2) ; three were shared with other X. translucens and assigned to classes TalCV, TalDD, and TalCT. The remaining two TALEs were unique to strain UPB886 and belong to classes TalAJ and TalEU (Falahi Charkhabi et al. 2017; Grau et al. 2016; Peng et al. 2016 ). X. translucens pv. translucens UPB886 provides a genomic resource to advance X. translucens research. This resource will allow further genetic diversity Literature Cited
